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Clindamycin. For inducible MLSB detection has been used
D-zone test according to NCCLS.
Results: 359 S. aureus strains were isolated from sputum
(47%), bronchial lavages (20%), pharyngeal exudates (21%),
pus (9%), others (3%). The isolated strains were MSSA (71%),
MRSA (10%) and MRSA +MLSB (19%). 104 MRSA were isolated;
6% of strains were Erythromycin and Lyncomycin susceptible;
56% Erythromycin resistant, 38% were resistant to MLSB of
which 14% were inducible MLSB and 24% were constitutive
MLSB. Constitutive MLSB resistance was signiﬁcantly higher
than the inducible MLSB resistance (24% and 14%).
Conclusions: Our data suggest that MLSB resistance is
highly prevalent in S. aureus strains and infections caused by
S aureus, especially MRSA and MLSB, continue to be a major
challenge in Romania.
doi:10.1016/j.ijid.2008.05.734
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Infections caused by antibiotic-resistant Enterococci are
increasing and are becoming difﬁcult to manage due to the
diminishing number of available antibiotics to treat them.
This study was conducted to investigate the species preva-
lence, antimicrobial resistance pattern and B-lactamase
production among clinical isolates of Enterococci. The
molecular basis of carriage of resistance genes to high level
aminoglycosides and vancomycin and the genetic related-
ness between the strains were also studied.
A total of 120 isolates of antibiotic resistant Entero-
cocci were investigated. Minimum inhibitory concentrations
(MIC) to high-level aminoglycoside and glycopeptide antibi-
otics were determined by agar dilution and E-test methods
respectively. Genes encoding aminoglycoside modifying
enzymes (AMEs) and vancomycin-resistance determinants
were detected by polymerase chain reaction (PCR). They
were typed by pulsed ﬁeld gel electrophoresis (PFGE).
The clinical isolates of Enterococci were cultured from
urine (70%), wounds (15%), blood (7%), ear (5%) and ﬂu-
ids (3%). They comprised E. faecalis (92.5%), E. faecium
(6.7%) and E. casseliﬂavus (0.8%). None of the Entero-
cocci produced penicillinase but 9.2% were resistant to
ampicillin. Resistance to erythromycin (62.5%), tetracy-
cline (60%), ciproﬂoxacin (40%) and chloramphenicol (28.3%)
were more prevalent. High-level resistance to aminogly-
cosides; amikacin, gentamicin, kanamycin, tobramycin and
streptomycin were detected in 26.7%, 20.8%, 21.6%, 20.8%,
23.3% of the isolates respectively. Most of the high-level
aminoglycoside-resistant isolates contained genes coding
the bifunctional AMEs AAC (6′)-APH (2′′), APH (3′) and ANT
(6′) but not ANT (4′) enzyme. The results demonstrated a low
prevalence of vancomycin resistance (4.2%) among Entero-
cocci. All of them gave positive results for the presence of
the vanA genotype. PFGE revealed heterogenous patterns
with no dominant clone suggesting that the strains acquired
resistance independently.
It is concluded that although the prevalence of glycopep-
tide resistance was low among the studied isolates, its
presence together with high-level aminoglycoside resistance
call for regular surveillance of antibacterial susceptibilities
to detect emerging resistance and prevent the establish-
ment and spread of multiply antibacterial-resistant strains.
doi:10.1016/j.ijid.2008.05.735
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Background: Penicillin resistant and multi-drug resistant
pneumococci are now emerging worldwide. Understanding
antimicrobial resistance patterns and serotype distributions
of pneumococcal isolates from hospitalized children is criti-
cal to provide optimal antimicrobial therapy and understand
the impact of pneumococcal conjugate vaccines.
Methods: We identiﬁed 84 pneumococcal isolates (80
nasopharyngeal swab and 4 invasive specimens) among hos-
pitalized patients at Hai Phong Children’s Hospital, Vietnam
from July 2006 through October 2007. Among the 84 strains,
80 were available for MIC testing and all were serotyped
using standard pneumococcal typing antisera (Statens Serum
Institut, Copenhagen, Denmark).
Results: Seventy-seven percent of strains showed resis-
tance to penicillin (74% intermediate and 3% fully resistant).
Seventy-ﬁve percent of strains showed multi-drug resis-
tance. In addition, 100% of isolates were resistant to
cotrimoxazole, 71% of isolates were resistant to ery-
thromycin and 58% were resistant to cefuroxime. All
isolates were susceptible to amoxicillin, cefotaxime, cef-
triaxone, cefepime, oﬂoxacin and vancomycin. Among the
84 serotypes, 77% (95% CI: 66.7, 85.5) were included in
the 7-valent pneumococcal conjugate vaccine including: 19F
(30%), 23F (21%), 14 (13%) and 6B (13%). Six other serotypes
(13, 15C, 18, 11A, 15B and 6A) accounted for 12% of strains
and 9 (11%) strains were untypeable.
Conclusions: Pneumococcal isolates in the northern
region of Vietnam continue to show substantial drug resis-
tance. These data underscore the value of laboratory-based
surveillance for invasive pneumococcal disease and suggest
that the currently available pneumococcal conjugate vac-
cine could have a substantial impact in reducing the burden
of IPD in Vietnam.
doi:10.1016/j.ijid.2008.05.736
